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Alignments 




□ > qi I 148 6493 I qb | AAC55101 . 1 1 glycoprotein I 
Length = 3 62 

Score = 636 bits (1641), Expect =0.0 

Identities = 319/342 (93%), Positives = 319/342 (93%) 

Query : 2 1 MGIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITN 8 0 

MGIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITN 
Sbjct : 21 MGIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITN 8 0 

Query: 81 QCYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFKLTIRNPRPNDSGMF 140 

QCYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFKLTIRNPRPNDSGMF 
Sbjct: 81 QCYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFKLTIRNPRPNDSGMF 140 

Query: 141 YVIVRLDDTKEPIDVFAIQLSVYQFANTAATRGLYSKASCRTFGLPTVQLEAYLRTEESW 200 

YVIVRLDDTKEPIDVFAIQLSVYQFANTAATRGLYSKASCRTFGLPTVQLEAYLRTEESW 
Sbjct: 141 YVIVRLDDTKEPIDVFAIQLSVYQFANTAATRGLYSKASCRTFGLPTVQLEAYLRTEESW 200 
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Query: 201 RNWQAYXXXXXXXXXXXXXXXXXXXXXXXSELEAEHFTFPWLENGVDHYEPTPANENSNV 260 

RNWQAY SELEAEHFTFPWLENGVDHYEPTPANENSNV 
Sbjct: 201 RNWQAYVATEATTTSAEATTPTPVTATSASELEAEHFTFPWLENGVDHYEPTPANENSNV 2 60 

Query: 261 TVRLGTMS PTLI GVTVAAWSATI GLVI VI S I VTRNMCTPHRKLDTVSQDDEERSQTRRE 320 

TVRLGTMS PTLI GVTVAAWSATI GLVI VI S I VTRNMCTPHRKLDTVSQDDEERSQTRRE 
Sbjct: 2 61 TVRLGTMS PTLI GVTVAAWSATI GLVI VI S I VTRNMCTPHRKLDTVSQDDEERSQTRRE 320 

Query: 321 SRKFGPMVACE INKGADQDSE LVELVAI VNPSALSS PDS I KM 362 

SRKFGPMVACE INKGADQDS E LVE LVAI VNPSALS S PDS I KM 
Sbjct: 321 SRKFGPMVACE INKGADQDSE LVE LVAI VNPSALSS PDS I KM 362 



□ > qi I 386382661 ref[NP 944449.11 glycoprotein I [Psittacid herpesvirus 1] 
qi I 3450 0272 | qb | AAQ73755 . 1 1 glycoprotein I [Psittacid herpesvirus 1] 
Length = 408 

Score = 89.4 bits {220), Expect = le-16 

Identities = 103/386 (26%), Positives = 150/386 (38%), Gaps = 58/386 (15%) 

Query : 2 1 MGIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITN 8 0 
+G VI G VS +D +V E + +L F+ QRP PY GTVRV F+ + 

... Sb j c.t : , 22 . LGTV.IKGLGVS GVEE D.TLW FE KVE TE - DVGARLVFLGDQR PKNPY GGT VRVL FQPGE S G 8 0 

Query: 81 QCYQELSEERFENCTHRSSSVFVGCKVTEYTFSA — SNRLTGPPHPFKLTIRNPRPNDSG 138 

C L + R+ NCT+ S++VF GC T+- FS +NR T P +++R P DSG 

Sbjct: 81 TCSIPLLQVRYSNCTNTSAAVFSGCYRTDTEFSVPRANRGTSPGF VSLRTPTMLDSG 137 

Query: 139 MFYVIVRLDDTKEPIDVFAIQ-LSVYQFANT AATRGLYSKAS 179 

YV V LD PDF 1+ +S+Y T R Y AS 

Sbjct: 138 DIYVTVHLDHLPRP-DAFRIKFVSLYTGNETVRISTKDRAGRDRDSYGGASSPVGGRDSN 196 

Query: 18 0 CRTFGLPTVQLEAYLRTEESWRNWQA-YXXXXXXXXXXXXX 219 

CR G L YL TEESW W + + 

Sbjct: 197 RRTASRNDDGDLPLALYGPCRPCGKNCKNLREYLLTEESWHEWTSVFAPTTVAPTTTVAT 256 

Query: 220 XXXXXXXXXXSELEAEHFTFPWLENGVDHYEP — TPANENSNVTVRLGTMS PTLIGV 2 74 

+ +AET G EPT+ N+T S P L + 

Sbjct: 257 TAMRSTTVSFATMTAEVIT STGTVSMEPHNTTTADMVNLTAADPPPSEPVPALNAL 312 

Query: 275 TVAAWSAT I GLVIVISIVTRNMCTPHRKLDTVSQDDEERSQTRRE SRKFGPMVACE INK 334 

+ W T+ ++ +S++ + . ++ RS + RE P + E + 

Sbjct: 313 AI GLWGGTVAS LVFLSVI LGGL- 1 S CCARRRS ARRLLTRSNS AREMEDLAP — SSEDAR 369 

Query: 335 GADQDSE LVE LVAI VNPSALS S PDS I 360 

+ ++VEL +VN + LS +1 

Sbjct: 37 0 TSRMSPDWELSELVNGAPLSHRNDI 395 



□ > qi | 12 657 8 48 | qb 1 AAK01055. 1 | ORF67 [Human herpesvirus 3] 
qi | 13345201 | qb | AAK19249 . 1 | ORF67 [Human herpesvirus 3 VZV-32] 
Length = 354 

Score = 56.2 bits (134), Expect = le-06 

Identities - 41/149 (27%), Positives - 72/149 (48%), Gaps = 9/149 (6%) 
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Query: 22 GIVITGNHVSARIDDDHIVIVAPRPE ATIQLQLFFMPGQRPHKP-YSGTVRVAFRSD 77 

++ G+HVS +++ 1+ P 1+ QL F+ Q P YSGT+ + + +D 

Sbjct : 20 ALIFKGDHVSLQVNSSLTSILIPMQNDNYTEIKGQLVFIGEQLPTGTNYSGTLELLY-AD 78 

Query: 78 ITNQCYQELSEERFENCTHRSSSVFVGCKVTE YTFSASNRLTGPPHPFKLTIRNPRP 134 

C++ + R++ C +S F+ C+ Y S TP LIP 

Sbjct: 7 9 TVAFCFRSVQVIRYDGCPRIRTSAFISCRYKHSWHYGNSTDRISTEPDAGVMLKITKPGI 138 

Query: 135 NDSGMFYVIVRLDDTKEPIDVFAIQLSVY 163 

ND+G++ ++VRLD ++ D F + ++VY 
Sbjct: 139 NDAGVYVLLVRLDHSRS-TDGFILGVNVY 166 



□ > qi| 9625941|ref | NP 040189.11 
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Score = 55.8 bits (133), Expect = le-06 

Identities = 41/149 (21%), Positives - 72/149 (48%), Gaps = 9/149 (6%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPE ATIQLQLFFMPGQRPHKP-YSGTVRVAFRSD 77 

++ G+HVS +++ I+P I+QLF+QP YSGT+ + + +D 

Sbjct: 20 ALIFKGDHVSLQVNSSLTSILIPMQNDNYTEIKGQLVFIGEQLPTGTNYSGTLELLY-AD 78 

Query: 78 ITNQCYQELSEERFENCTHRSSSVFVGCKVTE YTFSASNRLTGPPHPFKLTIRNPRP 134 

C++ + R++ C +S F+ C+ Y S TP LIP 

Sbjct: 79 TVAFCFRSVQVIRYDGCPRIRTSAFISCRYKHSWHYGNSTDRISTEPDAGVMLKITKPGI 138 

Query: 135 NDSGMFYVIVRLDDTKEPIDVFAIQLSVY 163 

ND+G++ ++VRLD ++ D F + ++VY 
Sbjct: 139 NDAGVYVLLVRLDHSRS-TDGFILGVNVY 166 



□ > qi I 3724277 | dbj | BAA33764 . 1 1 
Length = 259 



glycoprotein I [Canine herpesvirus] 
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Score = 51.2 bits (121), Expect = 3e-05 

Identities = 39/147 (26%), Positives = 67/147 (45%), Gaps = 8/147 (5%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPH-KPYSGTVRVAFRSDITN 80 

G V G ++S ++ + P + + +L F+ Q YSGT+ N 
Sbjct: 34 GFVYKGTYISMFLNTSSGFSIFPDDKFIVSGRLLFLNDQHLSVNNYSGTIEFI HFNN 90 

Query: 81 QCYQELSEERFENCTHRSSSVFVGC — KVTE YT FS AS NR LT GP PH P FKLT I RNPR PNDS G 13 8 

CY + +C ++ F C KV+++ S + + L I NP+PNDSG 

Sbjct: 91 SCYTVYQTIEYFSCPRIFNNAFRSCLKKVSKHHESQLRINSSIENGVLLEITNPKPNDSG 150 

Query: 139 MFYVIVRLDDTKEPIDVFAIQLSVYQF 165 

++++ V+L++ K DVF I +Y F 
Sbjct: 151 VYFIRVQLENNK — TDVFGIPAFIYSF 175 



□ > qi [ 2337 933 | qb | AAB67 059. 1 1 cUS7 [Canine herpesvirus] 

qi | 3724279 | dbj | BAA33765. 1 | glycoprotein I [Canine herpesvirus] 

qi [ 13 959013 | qb | AAK51063 . 1 | glycoprotein I [Canine herpesvirus] 
Length = 364 

Score = 50.1 bits (118), Expect = 8e-05 

Identities = 39/147 (26%), Positives = 67/147 (45%), Gaps = 8/147 (5%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPH-KPYSGTVRVAFRSDITN 8 0 

G V G ++S ++ + P + + +L F+ Q YSGT+ N 
Sbjct: 34 GFVYKGTYISMFLNTSSGFSIFPDDKFIVS GRLLFLDDQHLSVNNYSGTIEFI HFNN 90 

Query: 81 QCYQELSEERFENCTHRSSSVFVGC — KVTE YT FSASNRLTGP PHP FKLT I RNPR PNDS G 138 

CY + +C ++ F C KV+++ S + + L I NP+PNDSG 

Sbjct: 91 SCYTVYQTIEYFSCPRIFNNAFRSCLKKVSKHHESQLRINSSIENGVLLEITNPKPNDSG 150 

Query: 139 MFYVIVRLDDTKEPIDVFAIQLSVYQF 165 

++++ V+L++ K DVF I +Y F 
Sbjct: 151 VYFIRVQLENNK — TDVFGIPAFIYSF 175 



□ > gi | 377 7490 | qb | AAC67213 . 1 1 gl [Canine herpesvirus] 
Length =3 64 

Score = 50.1 bits (118), Expect = 8e-05 

Identities = 39/147 (26%), Positives - 67/147 (45%), Gaps = 8/147 (5%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPH-KPYSGTVRVAFRSDITN 8 0 

G V G ++S ++ + P + + +L F+ Q YSGT+ N 
Sbjct: 34 GFVYKGTYISMFLNTSSGFSIFPDDKFIVSGRLLFLDDQHLSVNNYSGTIEFI HFNN 90 

Query : 8 1 QCYQELSEERFENCTHRSSSVFVGC — KVTEYT FSASNRLTGP PHPFKLT I RNPRPNDSG 13 8 

CY + +C ++ F C KV+++ S + + L I NP+PNDSG 

Sbjct: 91 SCYTVYQTIEYFSCPRI FNNAFRSCLKKVSKHHESQLRINSSIENGVLLEITNPKPNDSG 150 

Query: 139 MFYVIVRLDDTKEPIDVFAIQLSVYQF 165 

++++ V+L++ K DVF I +Y F 
Sbjct: 151 VYFIRVQLENNK — TDVFGIPAFIYSF 175 
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□ > qi | 15216212 | emb | CAC514 66 . 1 1 glycoprotein I [Phocid herpesvirus 1] 
Length = 369 

Score =50.1 bits (118), Expect = 9e-05 

Identities = 42/148 (28%), Positives = 68/148 (45%), Gaps = 9/148 (6%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRP-EATIQLQLFFMPGQR-PHKPYSGTVRVAFRSDIT 7 9 

GIV G ++S ++ VP + + L F+ QR P YSGT+ + + 
Sbjct : 16 GIVYRGTYMSMYVNTSSGYTVYPDDRDFNVTGYLLFLDDQRLPVTNYSGTIEIIY FN 72 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

CY + +C ++ F C KV+++ S + L I+NP+P+DS 

Sbjct: 73 YSCYTVYQTIEYVSCPRIHNNAFRSCLIKVSKHHQSQLRINSSIETGVLLEIKNPKPSDS 132 

Query: 138 GMFYVI VRLDDTKE PI DVFAIQLSVYQF 165 

G++ V+L++ K DVF I VY F 
Sbjct: 133 GVYIFRVQLENNK — TDVFGI SAFVYS F 158 



□ > qi | 632 872 | qb|AAB30981. 1 1 glycoprotein gl [Feline herpesvirus 1] 
Length = 370 

Score = 48.9 bits (115), Expect = 2e-04 

"Identities = '40/148 ( 27% ), Positives = 69/148 (46%), Gaps = 6/148 (4%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEA-TIQLQLFFMPGQR-PHKPYSGTVRVAFRSDIT 7 9 

GIV G+HVS +D ++ P E TI L F+ Q P Y+GT+ + + 

Sbjct: 18 GIVYRGDHVSLHVDTSSGFVIYPTLENFTIYGHLIFLDDQPLPVNNYNGTLEI-IHYNHH 76 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

+ CY+ + ++C ++FCK+++ +T LTI +P+ D 

Sbjct : 77 SSCYKIVQVIEYSSCPRVRNNAFRSCLHKTSMHQYDQLSINTSVETGMLLTITSPKMEDG 136 

Query: 138 GMFYVIVRLDDTKE PI DVFAIQLSVYQF 165 

G++ + VR + + DVF + + VY F 
Sbjct: 137 GI Y ALR VR FNHNNKA- DV FGLS V FV Y S F 163 



□ > qi | 893371 1 dbj | BAA44952 . 1 1 homologue of HSV-1 gl [Feline herpesvirus 1] 
Length = 384 

Score = 48.5 bits (114), Expect = 2e-04 

Identities - 40/148 (27%), Positives = 69/148 (46%), Gaps = 6/148 (4%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEA-TIQLQLFFMPGQR-PHKPYSGTVRVAFRSDIT 7 9 

GIV G+HVS +D ++ P E TI L F+ Q P Y+GT+ + + 

Sbjct: 18 GIVYRGDHVSLHVDTSSGFVIYPTLENFTIYGHLI FLDDQPLPVNNYNGTLEI -IHYNHH 7 6 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

+ CY+ + ++C ++FCK+++ +T LTI +P+ D 

Sbjct: 77 SSCYKIVQVIEYSSCPRVRNNAFRSCLHKTSMHQYDQLSINTSVETGMLLTITSPKMEDG 136 

Query: 138 GMFYVIVRLDDTKE PI DVFAIQLSVYQF 165 

G++ + VR + + DVF + + VY F 
Sbjct: 137 GI YALRVR FNHNNKA- DVFGLS VFVYS F 163 
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□ > qi | 1405557 |emb| CAA67077. 1 | gl [Feline herpesvirus 1] 
Length = 384 

Score = 48.5 bits (114), Expect = 3e-04 

Identities = 40/148 (27%), Positives = 69/148 (46%), Gaps = 6/148 (4%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEA-TIQLQLFFMPGQR-PHKPYSGTVRVAFRSDIT 7 9 

GIV G+HVS +D ++ P E TI L F+ Q P Y+GT+ + + 

Sbjct: 18 GIVYRGDHVSLHVDTSSGFVIYPTLENFTIYGHLIFLDDQPLPVNNYNGTLEI-IHYNHH 7 6 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

+ CY+ + ++C ++FCK+++ +T LTI +P+ D 

Sbjct: 77 SSCYKIVQVIEYSSCPRVRNNAFRSCLHKTSMHQYDQLSINTSVETGMLLTITSPKMEDG 136 

Query: 138 GMFYVIVRLDDTKEPIDVFAIQLSVYQF 165 

G++ + VR + + DVF + + VY F 
Sbjct: 137 G I Y ALR VR FNHNNKA- D V F GL S V F V Y S F 163 



□ > qif 13242461 | ref|NP 077481. 1| glycoprotein I [Cercopithecine herpesvirus 7] 
qi|549313|sp|Q04547|VGLI CHV9D Glycoprotein I precursor (Membrane glycoprotein 1) 
gi | 423904 | pir | |C46113 glycoprotein D precursor - cercopithecine herpesvirus 9 (s 
DHV) 

gi | 310718 | qb | AAA478 88 . 1 | membrane glycoprotein 

qi | 11036613 | qb [ AAG27242 . 1 1 glycoprotein I [Cercopithecine herpesvirus 7] 
Length = 353 

Score = 46.2 bits (108), Expect = 0.001 

Identities = 36/152 (23%), Positives = 71/152 (46%), Gaps = 6/152 (3%) 

Query: 22 GIVITGNHVSARIDDD — HIVIVAPRPEATIQLQLFFMPGQRP-HKPYSGTVRVAFRSDI 7 8 

1+ GN++S ++ I + +A+I + + F+ Q P Y+ TV + + 

Sbjct: 2 7 AI I YRGNYI SLYVNSSATS I FLKGNNNDAS IRGR FLFI GDQFPVTNTYNVTVEL-LHVNQ 85 

Query: 7 9 TNQCYQELSEERFENCTHRSSSVFVGCKVTE-YTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

TCQL + C + + C+V + + + +LT P + N + D+ 

Sbjct: 8 6 TTLCLQPLYRVMYGECPRIRTGAIIACRVKRSWHYENATQLTDPNVEII FKMNNTKVEDA 145 



Query: 138 GMFYVIVRLDDTKEPIDVFAIQLSVYQFANTA 169 

G++ ++V+LD T D+F + L+VY +T+ 

Sbjct: 146 GIYLLWQLDYT-SLFDIFFVSLNVYPKQDTS 176 



□ > qi | 227760 | prf | | 1710264F ORF 6 
Length = 253 

Score = 45.8 bits (107), Expect = 0.001 

Identities = 36/128 (28%), Positives = 57/128 (44%), Gaps = 7/128 (5%) 

Query: 23 IVITGNHVSARIDDDHIVIVAPRPE-ATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 

IV TG V+ D +V + ++ QL F+ Q Y+GT + + D + 

Sbjct: 19 IVYTGTSVTLSTDQSALVAFCGLDP^MVNVRGQLLFLGDQTRTSSYTGTTEI-LKWDEEYK 77 

Query: 8 2 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFK LTIRNPRPNDSG 138 

CY L + +C ++VF GC+ +R+ P P K L I PR +D+G 

Sbjct : 7 8 CYSVLHATSYMDCPAIDATVFRGCRDAWYAQPHDRVQ — PFPEKGTLLRIVEPRVSDTG 135 
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Query: 139 MFYVIVRL 146 

+Y+ V L 
Sbjct: 136 SYYIRVAL 143 



□ > gi | 10180781 1 qb | AAG142 69 . 1 1 US7 membrane glycoprotein I-like protein [Gallid her 
qi | 22 65492 6 | qb|AAM97723. 1 | glycoprotein I [Gallid herpesvirus 2] 
qi[ 41387572 | qb | AASQ1616 . 1 | glycoprotein I [Gallid herpesvirus 2] 
Length = 355 

Score = 45.4 bits (106), Expect = 0.002 

Identities = 36/128 (28%), Positives = 57/128 (44%), Gaps = 7/128 (5%) 

Query: 23 IVITGNHVSARIDDDHIVIVAPRPE-ATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 

IV TG V+ D +V + ++ QL F+ Q Y+GT + + D + 

Sbjct: 19 IVYTGTSVTLSTDQSALVAFCGLDKMVNVRGQLLFLGDQTRTSSYTGTTEI-LKWDEEYK 77 

Query: 82 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFK LTIRNPRPNDSG 138 

CY L + +C ++VF GC+ +R+ P P K LI PR +D+G 

Sbjct: 7 8 CYSVLHATSYMDCPAIDATVFRGCRDAWYAQPHDRVQ — PFPEKGTLLRI VE PRVSDTG 135 

Query: 139 MFYVIVRL 146 

+Y+ V L 
Sbjct: 136 SYYIRVAL 143 



□ > qi | 12084907 | ref |NP 073377.1) US 7 membrane glycoprotein I [Meleagrid herpesvirus 
qi | 543548 | pir | | JQ2352 glycoprotein I - turkey herpesvirus 

gi | 406790 | emb | CAA48618 . 1 | glycoprotein homologue I [Gallid herpesvirus 2] 
qi I 11095 904 1 qb 1 AAG3 0111 . 1 1 US 7 glycoprotein gi precursor [Meleagrid herpesvirus 1] 
qi | 12 02 5190 | qb 1 AAG45816. 1 1 US 7 membrane glycoprotein I [Meleagrid herpesvirus 1] 
Length = 356 

Score = 45.1 bits (105), Expect = 0.003 

Identities = 36/127 (28%), Positives = 57/127 (44%), Gaps = 3/127 (2%) 

Query: 23 IVITGNHVSARIDDD-HIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 

+V G+ VS +D I + ++ FM Q + YSGT+ + + + N+ 

Sbjct: 2 6 MVYRGSLVSTTVDQSAQIAFFGIDTWNLYGKVLFMGDQYLEEIYSGTMEI-LKWNQANR 8 4 

Query: 82 CYQELSEERFENCTHRSSSVFVGCK-VTEYTFSASNRLTGPPHPFKLTIRNPRPNDSGMF 140 

CY + +C SS+VF GC+ YT S + LTI PR DSG++ 

Sbjct: 85 CYSIAHATYYADCPIISSTVFRGCRDAWYTRPHSRIHPQYRNGLLLTIIEPRMEDSGIY 144 

Query: 141 YVIVRLD 147 

Y+ +D 
Sbjct: 145 YIRTSID 151 



□ > qi j 7 65 053 | qb | AAA64968 . 1 1 membrane glycoprotein I 
gi | 22 654934 | qb | AAM97727 . 1 | glycoprotein I [Gallid herpesvirus 2] 
Length = 355 

Score =44.7 bits (104), Expect = 0.004 

Identities = 38/130 (29%), Positives = 58/130 (44%), Gaps = 11/130 (8%) 
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Query: 23 IVITGNHVSARIDDDHIVIVAPR PEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDIT 7 9 

IV TG V+ + D +VA R ++ QL F+ Q Y+GT + + D 

Sb j c t : 19 I VYTGTSVT — LSTDQSALVAFRGLDKMVNVRGQLLFLGDQTRTSS YTGTTE I - LKWDEE 7 5 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFK LTIRNPRPND 136 

+CY L + +C ++VF GC+ R+ P P K L I PR +D 

Sbjct : 7 6 YKCYSVLHATSYMDCPAIDATVFRGCRDAWYAQPHGRVQ — PFPEKGTLLRIVEPRVSD 133 

Query: 137 SGMFYVIVRL 14 6 

+G +Y+ V L 
Sbjct: 134 TGSYYIRVSL 143 



□ > qi| 427 95204 | qb | AAS45961. 1| envelope glycoprotein I [Equine herpesvirus 1] 
Length = 424 

Score = 44.7 bits (104), Expect = 0.004 

Identities - 37/148 (25%), Positives = 65/148 (43%), Gaps - 6/148 (4%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQL-QLFFMPGQR-PHKPYSGTVRVAFRSDIT 7 9 

1+ G H+S ++ V P ++ + + L F+ GQR P YSG + + + + 

Sbjct: 22 AIIYRGEHMSMYLNASSEFAVYPTDQSLVLVGHLLFLDGQRLPTTNYSGLIEL— IHYNYS 80 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

+ CY + +E+C +++ F C K +++ L I P+P DS 

Sbjct: 81 SVCYTVIQTISYESCPRVANNAFRSCLHKTSKHYHDYFRVNVSVETNVLLNITKPQPTDS 140 

Query: 138 GMFYVIVRLDDTKEPIDVFAIQLSVYQF 165 

G + + V+LD DVF + VY 

Sbjct: 141 GAYI LRVKLDHAPTA-DVFGVSAFVYDL 167 



□ > gi | 9626810 | ref |NP 041082.11 membrane glycoprotein I [Equine herpesvirus 1] 
qi I 138329 j sp | P18553 | VGLI EHV1B Glycoprotein I precursor 

gi | 73784 | pir | | VGBEE9 glycoprotein gp63 precursor - equine herpesvirus 1 
qi I 3307 88 | qb | AAA66547 . 1 | glycoprotein I 
- qi 1 3308 64 | qb | AAB02508 . 1 | membrane glycoprotein I 
Length = 424 



Score = 44.7 bits (104), Expect = 0.004 

Identities = 37/148 (25%), Positives = 65/148 (43%), Gaps = 6/148 (4%) 



Query: 


22 


GIVITGNHVSARIDDDHIVIVAPRPEATIQL-QLFFMPGQR-PHKPYSGTVRVAFRSDIT 


79 






1+ G H+S ++ V P ++ + + L F+ GQR P YSG + + + + 




Sbjct: 


22 


All YRGEHMSMYLNASSEFAVYPTDQSLVLVGHLLFLDGQRLPTTNYSGLIEL— IHYNYS 


80 


Query: 


80 


NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 


137 






+ CY + +E+C +++ F C K +++ L I P+P DS 




Sbjct: 


81 


SVCYTVIQTISYESCPRVANNAFRSCLHKTSKHYHDYFRVNASVETNVLLNITKPQPTDS 


140 


Query: 


138 


GMFYVIVRLDDTKEPIDVFAIQLSVYQF 165 








G + + V+LD DVF + VY 




Sbjct: 


141 


GAYI LRVKLDHAPTA-DVFGVSAFVYDL 167 
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□ > qi I 40787939 1 ref I NP 954960. 1| US 7 glycoprotein I [Bovine herpesvirus 5] 
qi | 40456196 | qb | AAR8 6174 . 1 | US7 glycoprotein I [Bovine herpesvirus 5] 
Length =3 87 

Score = 44.7 bits (104), Expect = 0.004 

Identities = 43/153 (28%), Positives = 67/153 (43%), Gaps = 11/153 (7%) 

Query: 22 GI VI TGNHVSARI DDDH I VI VAPRPEAT I QLQ — LFFMPGQRPH-KPYSGTVRVAFRSDI 7 8 

G+V G V R D VP +AT+ L+ L F+ Q P + Y+GTV + R + 

Sbjct: 21 GLVYRGEAVGLRADGPVAFAVHP-ADATLALRGRLIFLEHQLPAGRRYNGTVEL-LRYLV 7 8 

Query: 79 TNQCYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPP — HPFKLTIRNPRPND 13 6 

C+ L F+C++FC + +SR + +1 PRP D 

Sbjct: 7 9 DGDCFVMLQATAFASCPRVANDAFRSCLHADTRPARSERRVSAAVENHVLFSIAGPRPAD 13 8 

Query: 137 SGMFYVIVRLDDTKEPI DVFAIQLSVYQF 165 

SG++++ V +D E DVF + V+ F 

Sbjct: 139 S GL Y FLRVGI DGGAE GAE RRRDV F PLAAFVHGF 171 



□ > qi | 42566423 | qb | AAS21042 . 1 1 glycoprotein I [Bovine herpesvirus 5 strain TX89] 
Length = 387 

Score ^ 44.7 bits (104), Expect ■= 0.004 

Identities = 43/153 (28%), Positives = 67/153 (43%), Gaps = 11/153 (7%) 

Query: 22 GI VI TGNHVSARI DDDH I VI VAPRPEAT I QLQ — LFFMPGQRPH-KPYSGTVRVAFRSDI 7 8 

G+V G V R D VP +AT+ L+ L F+ Q P + Y+GTV + R + 

Sbjct: 21 GLVYRGEAVGLRADGPVAFAVHP-ADATLALRGRLI FLEHQLPAGRRYNGTVEL-LRYLV 7 8 

Query : 7 9 TNQCYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPP — HPFKLTIRNPRPND 13 6 

C+ L F+C++FC + +SR + +1 PRP D 

Sbjct: 7 9 DGDCFVMLQATAFASCPRVANDAFRSCLHADTRPARSERRVSAAVENHVLFSIAGPRPAD 138 

Query: 137 SGMFYVIVRLDDTKEPI DVFAIQLSVYQF 165 

SG++++ V +D E DVF + V+ F 

Sbjct: 139 S GL Y FLRVGI DGGAE GAE RRRDV F PLAAFVHGF 171 



□ > qi | 22 654 930 | qb | AAM97 725 . 1 1 glycoprotein I [Gallid herpesvirus 2] 
Length = 355 

Score = 43.9 bits (102), Expect = 0.006 

Identities = 36/128 (28%), Positives = 56/128 (43%), Gaps = 7/128 (5%) 

Query : 2 3 IVITGNHVSARIDDDHIVIVAPRPEATIQL-QLFFMPGQRPHKPYSGTVRVAFRSDITNQ 8 1 

IV TG V+ D +V + + QL F+ Q Y+GT + + D + 

Sbjct: 19 IVYTGTSVTLSTDQSALVAFCGLDKMVNERGQLLFLGDQTRTSSYTGTTEI-LKWDEEYK 77 

Query: 82 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFK LTIRNPRPNDSG 138 

CY L + +C ++VF GC+ +R+ P P K LI PR +D+G 

Sbjct: 7 8 CYSVLHATSYMDCPAIDATVFRGCRDAWYAQPHDRVQ — PFPEKGTLLRIVEPRVSDTG 135 

Query: 139 MFYVIVRL 146 

+Y+ V L 
Sbjct: 136 SYYIRVAL 143 
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□ > qi 122 654932 | qb | AAM97726 . 1 1 glycoprotein I [Gallic! herpesvirus 2] 
Length = 355 



Score = 43.9 bits (102), Expect = 0.007 

Identities = 35/127 {21%), Positives = 56/127 (44%), Gaps = 7/127 (5%) 

Query: 24 VITGNHVSARIDDDHIVIVAPRPE-ATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQC 82 

V TG V+ D +V + ++ QL F+ Q Y+GT + + D +C 
Sbjct : 20 VYTGTSVTLSTDQSALVAFCGLDKMVNVRGQLLFLGDQTRTSSYTGTTEI-LKWDEEYKC 7 8 

Query: 83 YQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFK LT I RNPRPNDS GM 139 

Y L + +C ++VF GC+ +R+ P P K LI PR +D+G 
Sbjct: 79 YSVLHATSYMDCPAIDATVFRGCRDAWYAQPHDRVQ — PFPEKGTLLRIVEPRVSDTGS 136 

Query: 140 FYVIVRL 146 

+Y+ V L 
Sbjct: 137 YYIRVAL 143 



□ > qi|9629803|ref |NP 045290.11 73 [Equine herpesvirus 4] 

gi I 11278216 | pir | IT42616 envelope protein - equine herpesvirus 4 (strain NS80567) 
gil 2 606021 | qb | AAC59593 . 1 | 73 [Equine herpesvirus 4] 
Length = 420 

Score = 43.1 bits (100), Expect = 0.009 

Identities = 36/148 (24%), Positives = 66/148 (44%), Gaps = 6/148 (4%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQL-QLFFMPGQR-PHKPYSGTVRVAFRSDIT 7 9 

1+ G H+S ++ V P+ ++ + + + F+ GQR P YSG + + + + 

Sbjct: 22 All YRGEHMSMYLNASSEFAVYPKDKSLVWGHMLFLDGQRLPTTNYSGLIEL-IHHNYS 8 0 

Query : 8 0 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLT I RNPRPNDS 137 

CY + +E+C +++ FCK + + +T LI P+P DS 

Sbjct: 81 RGCYSVIQTISYESCPRVANNAFRSCLHKTSNHNQDYFHVNTSVETNVLLNITRPQPADS 140 

Query: 138 GMFYVIVRLDDTKEPIDVFAIQLSVYQF 165 

G + + V+L+ DVF + VY 

Sbjct: 141 GAY I LRVKLNHAPTA- DVFGVSAFVYDL 167 



D > gi | 62 5559 | pir | | A61162 glycoprotein I - equine herpesvirus 1 (strain Abl) (frag 
Length = 149 

Score =42.7 bits (99), Expect = 0.013 

Identities = 32/130 (24%), Positives = 59/130 (45%), Gaps = 5/130 (3%) 

Query : 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQL-QLFFMPGQR-PHKPYSGTVRVAFRSDIT 7 9 

1+ G H+S ++ V P ++ + + L F+ GQR P YSG + + + + 

Sbjct: 14 AIIYRGGHMSMY LNASSE FAVYPTDQSLVLVGHLLFLDGQRLPTTNYSGLIEL-IHYNYS 72 

Query: 80 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

+ CY + +E+C +++ F C K +++ L I P+P DS 

Sbjct: 73 SVCYTVIQTISYESCPRVANNAFRSCLHKTSKHYHDYFRVNASVETNVLLNITKPQPTDS 132 

Query: 138 GMFYVIVRLD 147 
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G + + V+LD 
Sbjct: 133 GAY I LRVKLD 142 



□ > qi | 2 924616 | dbj | BAA25021 . 1 | glycoprotein I homologue [Equine herpesvirus 4] 
Length =42 0 

Score = 42.0 bits (97), Expect = 0.022 

Identities = 36/148 (24%), Positives - 66/148 (44%), Gaps = 6/148 (4%) 

Query : 2 2 GIVITGNHVSARIDDDHIVIVAPRPEATIQL-QLFFMPGQR- PHKPYSGTVRVAFRSDIT 7 9 

1+ G H+S ++ V P+ +4- + + + F+ GQR P YSG + + + + 

Sbjct: 22 AIIYRGEHMSMYLNASSEFAVYPKDKSLVWGHMLFLDGQRLPTTNYSGLIEL-IHHNYS 80 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGC — KVTEYTFSASNRLTGPPHPFKLTIRNPRPNDS 137 

CY + +E+C +++ FCK + + +T LI P+P DS 

Sbjct: 81 RGCYSVIQTISYESCPRVANNAFRSCLHKTSNHNQDYFHVNTSVETNVLLNITWPQPADS 140 

Query: 138 GMFYVIVRLDDTKEPIDVFAIQLSVYQF 165 

G + + V+L+ DVF + VY 

Sbjct: 141 GAYI LRVKLNHAPTA-DVFGVSAFVYDL 167 



□ > qi [ 22 65492 8 | qb | AAM9772 4 . 1 1 glycoprotein I [Gallid herpesvirus 2] 
Length = 355 

Score = 41.2 bits (95), Expect = 0.043 

Identities = 34/130 (26%), Positives = 55/130 (42%), Gaps = 11/130 (8%) 

Query: 2 3 IVITGNHVSARIDDDHIVIVAPRPE-ATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 

IV TG V+ D +V + ++ L F+ Q Y+GT + + D + 

Sbjct : 19 IVYTGTSVTLSTDQSALVAFCGLDKMTOTVRGLLLFLGDQTRTSSYTGTTEI-LKWDEEYK 77 

Query: 82 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFK LTIRNPRPND 136 

CY L + +C ++VF GC+ +R+ PF L I PR +D 

Sbjct: 7 8 CYSVLHATSYMDCPAIDATVFRGCRDAWYAQPHDRV QPFSEKGTLLRI VE PRVSD 133 

Query: 137 SGMFYVIVRL 146 

+G +Y + V L 
Sbjct: 134 TGSYYIRVAL 143 



□ > qi| 10834952 | reflNP 066913.11 glycoprotein I [Gallid herpesvirus 3] 
qi|1339906| dbj | BAA12814 . 1 | glycoprotein homolog I [Gallid herpesvirus 1] 
qi | 3374483 | dbj | BAA32012 . 1 ] glycoprotein I [Gallid herpesvirus 1] 
qi|10800046| dbj | BAB16591 . 1 | glycoprotein I [Gallid herpesvirus 3] 
Length = 355 

Score = 38.9 bits (89), Expect = 0.19 

Identities = 34/142 (23%), Positives = 61/142 (42%), Gaps - 4/142 (2%) 

Query: 23 IVITGNHVSARIDDDHIV-IVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 

++ TG +SA D IV + +LFF+ Y GT + R + + 

Sbjct: 32 LIFTGTSLSASTDQSAIVAFCGLDKTVNVYGRLFFLGDSVGVISYDGTTEI -LRWNEKLK 9 0 

Query: 82 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHP-FKLTIRNPRPNDSGMF 140 
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C++ + +C S++F GC+ + +R+ L I +PR +D+G + 

Sbjct: 91 CFSVMYAALYTDCPLAGSALFRGCRSAWYATPHDRVKPVSEKGLLLCISDPRISDTGTY 150 



Query: 141 YVIVRLDDTKEPIDVFAIQLSV 162 

Y+ V L + D+F I + V 
Sbjct: 151 Y I RVS LAG- RNVS DI FR I DWV 171 



□ > qi| 138330) sp| P07646|VGLI PRVRI GLYCOPROTEIN GP63 PRECURSOR 
gi | 73783 | pir | 1VGBE63 glycoprotein gp63 - suid herpesvirus 1 
gi | 334056 | qb | AAC352 04 . 1 | gp63 glycoprotein [ Pseudorabies virus] 
Length = 350 

Score = 38.9 bits (89), Expect = 0.21 

Identities = 32/131 (24%), Positives = 52/131 (39%), Gaps = 5/131 (3%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 

G++ G VS + +++ P TI L F+ G P YSG V + R D 

Sbjct: 31 GVLFRGAGVSVHVAGSAVLVPGDAPNLTIDGTLLFLEGPSPSN- YSGRVEL— LRLDPKRA 8 8 

Query: 82 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFKLT-IRNPRPNDSGMF 140 

CY ++ C F GC + R + +L + P P D+G + 

Sbjct: 8 9 CYTRE YAAE YDLCPRVHHEAFRGCLRKRE PLA — RRASAAVEARRLLFVSRPAPPDAGSY 146 

Query: 141 YVIVRLDDTKE 151 

+ VR++ T + 
Sbjct: 147 VLRVRVNGTTD 157 



□ > qi | 402 54 013 | tpg [ DAA022 08 . 1 1 TPA: membrane glycoprotein gi precursor [Suid herpe 
Length = 366 

Score =38.9 bits (89), Expect =0.21 

Identities = 32/131 (24%), Positives - 52/131 (39%), Gaps = 5/131 (3%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 

G++ G VS + +++ P TI L F+ G P YSG V + R D 

Sbjct: 31 GVL FRGAGVSVHVAGSAVLVPGDAPNLT I DGTLLFLEGPSPSN- YSGRVEL— LRLDPKRA 88 

Query: 82 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFKLT-IRNPRPNDSGMF 140 

CY ++ C F GC + R + +L + P P D+G + 

Sb j ct : 8 9 CYTRE YAAE YDLCPRVHHEAFRGCLRKRE PLA — RRASAAVEARRLLFVSRPAPPDAGSY 14 6 

Query: 141 YVIVRLDDTKE 151 

+ VR++ T + 
Sbjct: 147 VLRVRVNGTTD 157 



□ > gi | 37576286 | qb [ AAQ8 67 99. 1 1 membrane glycoprotein gl [Suid herpesvirus 1] 
Length = 366 

Score = 38.9 bits (89), Expect = 0.21 

Identities = 32/131 (24%), Positives = 52/131 (39%), Gaps = 5/131 (3%) 

Query: 22 GIVITGNHVSARIDDDHIVIVAPRPEATIQLQLFFMPGQRPHKPYSGTVRVAFRSDITNQ 81 
G++ G VS + +++ P TI L F+ G P YSG V + R D 
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Sb j ct : 31 GVLFRGAGVSVHVAGSAVLVPGDAPNLTIDGTLLFLEGPSPSN-YSGRVEL-LRLDPKRA 8 8 

Query: 82 CYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPPHPFKLT-IRNPRPNDSGMF 140 

CY ++ C F GC + R + +L + P P D+G + 

Sbjct: 8 9 CYTRE YAAE YDLCPRVHHEAFRGCLRKRE PLA — RRAS AAVE ARRL L FVS R PAP PDAGS Y 14 6 

Query: 141 YVIVRLDDTKE 151 

+ VR++ T + 
Sbjct: 147 VLRVRVNGTTD 157 



□ > qi| 9629887| ref|NP 045371. 1| glycoprotein I [Bovine herpesvirus 1] 
gi|2653360| emfo | CAA06146 . 1 | glycoprotein I [Bovine herpesvirus type 1.1 (strain Coo 
qi 1 3355725 | ernb | CAB108 90 . 1 1 glycoprotein I [Bovine herpesvirus 1] 
Length = 382 

Score = 37.0 bits (84), Expect = 0.78 

Identities = 40/153 (26%), Positives = 66/153 (43%), Gaps = 11/153 (7%) 

Query: 23 IVITGNHVSARIDDDHIVIVAPRPEATXQLQ — LFFMPGQRPH-KPYSGTVRVAFRSDIT 7 9 

+V G V R D VP +AT+ L+ L F+ Q P + Y+GTV + R 

Sbjct: 21 LVYRGEAVGLRADGPVAFAVHP-TDATLALRGRLIFLEHQLPAGRRYNGTVEL-LRYHAA 7 8 

Query: .8 0... NQCYQELSEERFENCTHRSSSVFV.GCKVTEY.T.ESASNRLTGPP--HEFKLT.IRNPRPNDS 137 

C+ L F+C++FC + +SR + +1 +PRP DS 

Sbjct: 7 9 GDCFVMLQTTAFASCPRVANDAFRSCLHADTRPARSERRASAAVENHVLFSIAHPRPIDS 138 

Query: 138 GMFYVIVRL DDTKEPIDVFAIQLSVYQFA 166 

G++++ V + ++ DVF + V+ F 

Sbjct: 139 GLY FLRVGI YGGTAGSERRRDVFPLAAFVHS FG 171 



□ > qi | 1174955 | sp | Q08102 | VGLI_BHV1S Glycoprotein I 
gi 1 420427 | pir | IS35785 glycoprotein I - bovine herpesvirus 1 
qi I 31218 9 | emb j CAA8 0605. 1 1 glycoprotein I [Bovine herpesvirus 1] 
Length = 380 

Score = 36.6 bits (83), Expect =1.0 

Identities = 40/153 (26%), Positives = 66/153 (43%), Gaps = 11/153 (7%) 

Query : 2 3 IVITGNHVSARIDDDHIVIVAPRPEATIQLQ — LFFMPGQRPH-KPYSGTVRVAFRSDIT 7 9 

+V G V R D VP +AT+ L+ L F+ Q P + Y+GTV + R 

Sbjct: 21 LVYRGEAVGLRADGPVAFAVHP-TDATLALRGRLIFLEHQLPAGRRYNGTVEL-LRYHAA 78 

Query: 8 0 NQCYQELSEERFENCTHRSSSVFVGCKVTEYTFSASNRLTGPP — HPFKLTIRNPRPNDS 137 

C+ L F +C +++ FC + +SR + +1 PRP DS 

Sbjct: 7 9 GD C FVMLQTTAFAS C PRVANNAFRSCLHADTR PARSE RRAS AAVENHVLFS I AR PRP IDS 138 

Query: 138 GMFYVIVRL DDTKEPIDVFAIQLSVYQFA 166 

G++++ V + ++ DVF + V+ F 

Sbjct: 139 GLYFLRVGIYGGTAGSERRRDVFPLAAFVHSFG 171 



... 
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Database: All non-redundant GenBank CDS 
translations+PDB+SwissProt+PiR+PRF 

Posted date: Apr 1, 2004 2:20 AM 
Number of letters in database: 760,540,814 
Number of sequences in database: 2,727,393 

Lambda K H 

0.319 0.133 0.393 



Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 46,381,369 

Number of Sequences: 2727393 

Number of extensions: 1657189 

Number of successful extensions: 3843 

Number of sequences better than 10.0: 9 

Number of HSP's better than 10.0 without gapping: 0 

Number of HSP's successfully gapped in prelim test: 9 

Number of HSP's that attempted gapping in prelim test: 3843 

Number of HSP's gapped (non-prelim): 9 

length of query: 362 

length of database: 760,540,814 

effective HSP length: 127 

effective length of query: 235 

effective length of database: 414,161,903 

effective search space: 97328047205 

effective search space used: 97328047205 



T: 

A: 

XI: 

X2: 

X3: 

SI: 

S2: 



11 

40 
16 
38 
64 
41 
75 



( 7.4 bits) 
(14.6 bits) 
(24.7 bits) 
(21.8 bits) 
(33.5 bits) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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